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Proper Citation

Bowtie 2 (RRID:SCR_016368)

Resource Information

URL: http://bowtie-bio.sourceforge.net/bowtie2/index.shtml

Proper Citation: Bowtie 2 (RRID:SCR_016368)

Description: Ultrafast and memory efficient tool for aligning sequencing reads to long
reference sequences. Supports gapped, local, and paired end alignment modes. More
suited to finding longer, gapped alignments in comparison with original Bowtie method.

Synonyms: , bowtie 2, bowtie2 v 2.2.3

Resource Type: data processing software, sequence analysis software, data analysis
software, software resource, image analysis software, alignment software, software
application

Defining Citation: PMID:22388286

Keywords: sequence, analysis, long, reference, sequence, read, alignment, gap, local,
pair, end, rna, rnaseq, bio.tools

Funding: NHGRI R01 HG006102;
NIGMS R01 GM083873

Availability: Free, Available for download, Freely available

Resource Name: Bowtie 2

Resource ID: SCR_016368

Alternate IDs: biotools:bowtie2

Alternate URLs: http://bowtie-bio.sourceforge.net/bowtie2/index.shtml,
https://github.com/BenLangmead/bowtie2, https://bio.tools/bowtie2

License: GNU General Public License v3.0

https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/RRID:SCR_016368/resolver
http://bowtie-bio.sourceforge.net/bowtie2/index.shtml
https://pubmed.ncbi.nlm.nih.gov/22388286


Record Creation Time: 20220129T080321+0000

Record Last Update: 20260731T042926+0000

Ratings and Alerts

No rating or validation information has been found for Bowtie 2.

No alerts have been found for Bowtie 2.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 1745 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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112789.

Pereira-Martins DA, et al. (2026) ?Np73 isoform defines a TP53-mutant-like poor-risk
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Munakata Y, et al. (2025) Chromatin remodeler CHD4 establishes chromatin states
required for ovarian reserve formation, maintenance and male germ cell survival. Nucleic
acids research, 53(3).
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mouth disease virus during persistence in cattle. Journal of virology, 99(3), e0142224.
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an Interferon-Response Subtype of Cancer-Associated Fibroblasts with Tumor-
Restraining Properties. Cancer research, 85(13), 2388.

Li S, et al. (2025) Spatiotemporal composition and diversity of endophyte communities in
Dracaena cambodiana on Hainan Island. Frontiers in microbiology, 16, 1540669.

Zhou Y, et al. (2025) Cellular senescence-associated gene IFI16 promotes HMOX1-
dependent evasion of ferroptosis and radioresistance in glioblastoma. Nature
communications, 16(1), 1212.
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